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Supplementary Methods: Detailed description of the analysis of the NMR data. Figure S1 . Heteronuclear NOE for the ZnF5-7 fragment, plotted as a function of sequence, to illustrate the rigidity of the the-finger construct, related to Figure 1.
Supplementary

Supplementary Figure S2:
15 N-HMQC data for each finger, showing that the pattern of cross-peaks indicates that zinc-coordination by histidine is through N  2 , related to Supplementary Table S1: S. cerevisiae strains and plasmids used in this study, related to Table 2 . Table S1 , showing sources of strains.
Supplementary references: For Supplementary Methods and for
Supplementary Movie 1:
Movie illustrating the structure of the three Zn fingers, related to is cyan, finger 6 is green, finger 7 is red, and peripheral residues at the N-and C-termini are grey. The side chains of the cysteine and histidine residues that chelate the Zn (gold sphere) in each finger are also shown. The three fingers form a single coherent structure in which they are arranged in an approximately helical configuration. explicitly, but the effect of metal binding was approximated by including inter-ligand distance constraints as follows: S  to S  , 3.7-4.0Å; S  to His-N, 3.4-3.8Å; His-N to His-N, 3.1-3.5Å. The pattern of zinc connectivities to the His residues was established using longrange 15 N-HMQC experiments as described by Legge et al. (2004) , which showed unambiguously that the N 2 atom binds the zinc in all three cases (see Supplementary Figure   S2 ).
Supplementary Table
To refine these structures, and to allow explicit Zn bonding and geometry terms to be employed in the force-field, we next calculated structures using XPLOR-NIH (Schwieters et al. 2003) . The set of NOE restraints generated by CYANA were re-imported into CCPNMR Analysis and curated manually during many iterative cycles of structure calculation, carefully analyzing violations and assigning ambiguous NOE cross-peaks on the basis of distances in the current structural round (avoiding bias towards known structures). Since the XPLOR-NIH calculations employed r -6 summation for equivalent and non-stereospecifically assigned groups, and since no stereoassignments were made (and the stereoassignment-swapping protocol within XPLOR-NIH was not applied), the constraints for all such groups were converted to group constraints (i.e. such groups were specified using wildcards such as HB*).
All lower bounds were set to zero (Hommel et al. 1992) . Structures were calculated from polypeptide chains with randomized  and  torsion angles using a two-stage simulated annealing protocol within XPLOR-NIH, essentially as described elsewhere (Muto et al. 2004 ), but employing larger numbers of cycles as follows: first-stage calculations comprised
Powell energy minimization (500 steps), dynamics at 1000K (25000 steps 
